The tumor microenvironment is increasingly recognized as an active participant in tumor progression. A recent pan-cancer genomic profile analysis has revealed that gene signatures representing components of the tumor microenvironment are robust predictors of survival. A stromal gene signature representing fibroblasts and extracellular matrix components has been associated with good survival in diffuse large B-cell lymphoma (DLBCL). Paradoxically, a closely related gene signature has been shown to correlate with poor survival in carcinomas, including breast, ovarian, pancreatic, and colorectal cancer. To date, there has been no explanation for this paradoxical inverse correlation with survival outcomes in DLBCL and carcinomas. Using public gene data sets, we confirm that the DLBCL stromal gene signature is associated with good survival in DLBCL and several other B-cell lymphomas while it is associated with poor survival in ovarian cancer and several other solid tumors. We show that the DLBCL stromal gene signature is enriched in lymphoid fibroblasts in normal lymph nodes and in cancer-associated fibroblasts (CAFs) in ovarian cancer. Based on these findings, we propose several possible mechanisms by which CAFs may contribute to opposite survival outcomes in B-cell lymphomas and carcinomas.
INTRODUCTION
During the past decade, gene expression profile analyses of frozen tumor pieces have been widely used to quantify various biological characteristics of malignant tumor cells and the microenvironment in which they reside. Individual biological characteristics and dominant molecular pathways in tumors are frequently associated with expression of a defined set of genes, known as a gene expression signature. Since phenotypic features represented by gene expression signatures are sometimes associated with clinical features, such as the length of survival of cancer patients or their response to therapy, gene expression signatures can be used as quantitative predictors of clinical outcomes. A recent pan-cancer PREdiction of Clinical Outcomes from Genomic Profiles (PRECOG) analysis revealed that genes in the tumor microenvironment are better predictors of survival than genes expressed in malignant tumor cells (Gentles et al., 2015) . The two most prominent components in the microenvironment of solid tumors are fibroblasts and immune cells (Aran et al., 2017) . Generally, in carcinomas, genes expressed in fibroblasts are associated with poor survival while genes expressed in immune cells, particularly leukocytes, are associated with good survival (Gentles et al., 2015) . Tumor infiltrating lymphocytes (TILs) and tertiary lymphoid structures (TLS) are generally associated with improved clinical outcomes as evidenced by the improved overall survival and disease-free survival in various types of tumors (Fridman et al., 2012; Dieu-Nosjean et al., 2014; Barnes and Amir, 2017) . However, depending on the type of tumor, tumor stage, and location of TILs within the tumor (tumor bed, invasive margin and stroma), different types of TILs have been associated with both positive and negative prognosis. For example, cytotoxic CD8+ T cells, memory T cells, and CD4+ T helper cells are generally associated with a better prognosis, whereas T regulatory cells, tumor associated macrophages, and myeloid-derived suppressor cells are associated with poor prognosis and can promote tumor progression (Fridman et al., 2012; Kitamura et al., 2015; Barnes and Amir, 2017) . Furthermore, fibroblasts in the tumor microenvironment are phenotypically heterogeneous and may exhibit both a proand anti-tumorigenic phenotype (Augsten, 2014) . Thus, the tumor microenvironment is a complex network of interaction between tumor cells and components of the stroma, including the extracellular matrix (ECM), and it is currently unclear which factors in the tumor microenvironment control the quantity and distribution of different immune cell subtypes. Specifically, it is unknown if fibroblasts and immune cells affect prognosis independently or through an interdependent interaction.
The functional interaction between fibroblasts and immune cells has been most thoroughly studied in normal lymph nodes and the spleen, where specialized fibroblasts produce ECM to form a network that allows for lymphocyte movement along the matrix in response to chemokine signaling. The presence of lymphoid fibroblasts is necessary for functional attraction, retention, compartmentalization, and survival of immune cells (Koning and Mebius, 2012) . Lymphoid fibroblasts are crucial for lymphocyte homeostasis as well as controlling and expanding the lymphocyte pool (Mueller and Germain, 2009) . Lymphoid fibroblasts are also key players in mediating functional immune cell interactions in the lymph nodes through direct contact or via secreted molecules (Chang and Turley, 2015) . Follicular dendritic cells (FDC) attract B cells to the germinal center (GC) by secreting C-X-C motif chemokine ligand 13 (CXCL13), while marginal reticular cells (MRC) use a network of follicular conduits to deliver antigens to cognate B cells (Chang and Turley, 2015) . By secreting C-C motif chemokine ligands 19 and 21 (CCL19 and CCL21), fibroblastic reticular cells (FRC) recruit mature dendritic cells (DC) and naïve B and T cells to promote cell-cell interactions within the T cell zone (Mueller and Germain, 2009; Brown and Turley, 2015; Fletcher et al., 2015) . Recent studies have shown that FRC are important for B-cell homeostasis (Cremasco et al., 2014) . This function has been previously ascribed to FDC, however, cell-specific depletion experiments demonstrated that only FRC are crucial for B-cell survival. The mechanism by which FRC support B-cell survival is not entirely clear, but it is thought to involve crosstalk with B cells to control the boundaries of primary B-cell follicles (Cyster, 2010; Mionnet et al., 2013; Cremasco et al., 2014) .
Similar to lymphoid fibroblasts in normal lymph nodes, cancer-associated fibroblasts (CAFs) are stromal cells that produce ECM, provide scaffolding, and exert regulatory functions through growth factors, cytokines, and chemokines that can promote tumor growth, angiogenesis, invasion, and metastasis (Kalluri and Zeisberg, 2006; Levental et al., 2009; Lu et al., 2012; Spano and Zollo, 2012; Harper and Sainson, 2014) . Recent studies provide evidence that CAFs can also directly or indirectly contribute to immune cell fate and survival (Harper and Sainson, 2014; Costa et al., 2018; Mariathasan et al., 2018; Tauriello et al., 2018) . It has recently been shown that a gene signature representing activated CAFs is present in most epithelial tumors (Jia et al., 2016) despite the diversity of resident fibroblasts in different organs and the presence of multiple fibroblast populations within a single tumor type (Costa et al., 2018) . Activated CAFs in breast cancer, and possibly in other carcinomas, are associated with immunosuppressive populations of T lymphocytes (Costa et al., 2018) . It is unclear if activated CAFs in carcinomas are also associated with immunosuppressive populations of B cells due to poorly defined markers for such cells (Sarvaria et al., 2017) . Moreover, studies investigating the associations of B cell subsets with tumor progression using defined B-cell markers have produced conflicting results even within the same tumor type (Guy et al., 2016 ). An insufficient understanding of the roles of B cells in carcinomas has hindered the development of rational clinical trials targeting B-cells in carcinomas. The remarkable success of B-cell depletion with the cluster of differentiation 20 (CD20) monoclonal antibody, rituximab, in lymphomas and rheumatoid arthritis has sparked interest in rituximab and other B-cell targeted antibodies as possible therapies in carcinomas (Gunderson and Coussens, 2013) . Although many carcinomas have significant B cell infiltration (Germain et al., 2014) , clinical trials have shown limited benefits of B-cell depletion in carcinomas (Barbera-Guillem et al., 2000; Aklilu et al., 2004) , possibly because B cells can have pro-tumorigenic or anti-tumorigenic properties depending on their maturation stage and other conditions that have not yet been defined (Sarvaria et al., 2017) . 
THE DLBCL STROMAL-1 GENE SIGNATURE IS INVERSELY CORRELATED WITH SURVIVAL OUTCOMES IN B-CELL LYMPHOMAS AND OTHER SOLID TUMORS
Using expression profile analysis of DLBCL biopsy samples from treatment-naïve newly diagnosed patients, Lenz et al. identified two stromal gene signatures, stromal-1 and stromal-2, of which the stromal-1 gene signature was found to be associated with good survival in DLBCL patients (Lenz et al., 2008) . However, gene signatures similar to the DLBCL stromal-1 gene signatures have been associated with poor survival in carcinomas, including ovarian cancer (Cheon et al., 2014) , breast cancer (Farmer et al., 2009) , colorectal cancer (Calon et al., 2015; Isella et al., 2015) , and pancreatic cancer (Moffitt et al., 2015) .
To systematically explore the association of the DLBCL stromal-1 gene signature with survival in cancer patients, we used PRECOG, a pan-cancer database of expression signatures in which each tumor type is represented by multiple independent expression profile data sets and associated survival data. This extensive database is ideal for multi-data set validation of prognostic signatures that have been identified in individual data sets. Using the DLBCL stromal-1 gene signature represented by 50 genes (Lenz et al., 2008) , we confirmed that the signature is associated with poor survival in carcinomas and brain tumors and good survival in DLBCL and several other B-cell lymphomas ( Table 1) . This pattern of inverse association with survival between B-cell lymphomas and carcinomas/brain tumors was specific to the DLBCL stromal-1 gene signature, and was not associated with the DLBCL stromal-2 gene signature represented by 34 genes (Lenz et al., 2008 ) (data not shown).
FIGURE 2 | DLBCL stromal-1 signature genes are enriched in cancer-associated fibroblasts (CAFs). (A) Non-centered gene set clustering analysis of the stromal and epithelial cell types in ovarian cancer and the normal ovary in the GSE40595 dataset using the DLBCL stromal-1 and stromal-2 gene sets. The number of samples in each group is indicated in parentheses. The gene set clustering analysis and image acquisition was performed using the R2 Genomics Analysis and Visualization Platform (https://hgserver1.amc.
nl). (B)
The same data are shown as box dot plots with P-values for differential expression of the DLBCL stromal-1 and stromal-2 gene signatures in different cell types.
IN NORMAL LYMPH NODES, DLBCL STROMAL-1 AND STROMAL-2 GENE SIGNATURES ARE ENRICHED IN STROMAL FIBROBLASTS AND ENDOTHELIAL CELLS, RESPECTIVELY
To identify immune cell types that express the DLBCL stromal-1 and stromal-2 signature genes, we looked for enrichment of these genes in the transcriptomes of 249 normal immunological cell types that had been isolated from mice and characterized by the Immunological Genome Project (ImmGen) (Heng and Painter, 2008; Shay and Kang, 2013) . This analysis identified stromal cells as the most likely source of both gene signatures, although some of the genes were also expressed in macrophages, monocytes, granulocytes, and stem cells ( Figure 1A) . Closer examination of the stromal cell subtypes revealed that the DLBCL stromal-1 and stromal-2 signature genes were preferentially expressed in different types of stromal cells. DLBCL stromal-1 signature genes were particularly enriched in cells characterized by expression of podoplanin (PDPN) and platelet-derived growth factor receptor α (PDGFRα), including FRC from mesenteric and subcutaneous lymph nodes and the socalled double-negative stromal cells, while stromal-2 signature genes were enriched in blood and lymphatic endothelial cells ( Figure 1B) .
THE DLBCL STROMAL-1 GENE SIGNATURE IS ENRICHED IN OVARIAN CAFs
To identify cells that express the DLBCL stromal-1 and stromal-2 signature genes in an epithelial tumor, we selected ovarian cancer because of the existing microarray data set (GSE40595) in which a large number of ovarian cancers have been laser capture microdissected into epithelial and stromal components (Yeung et al., 2013) . For comparison with normal tissue, a small number of samples in this data set were microdissected from the normal ovary epithelium and stroma (Yeung et al., 2013) . Our gene signature enrichment analysis revealed strong enrichment of the DLBCL stromal-1 gene signature in CAFs in comparison to cancer cells, normal ovary fibroblasts, and normal ovary epithelial cells (Figure 2) . The DLBCL stromal-2 gene signature was enriched in CAFs but also in the normal ovary stroma (Figure 2) .
POSSIBLE MECHANISMS BY WHICH CAFs CONTRIBUTE TO INVERSE SURVIVAL OUTCOMES IN B-CELL LYMPHOMAS AND CARCINOMAS
It is unusual for a gene signature to be associated with inverse survival outcomes in B-cell lymphomas and carcinomas. This is unlikely to be a technical error related to microarray technology as several individual genes from the DLBCL stromal-1 signature have been validated as predictors of good survival in DLBCL by independent technologies, such as immunohistochemistry and qPCR in formalin-fixed paraffinembedded tissues (Lossos et al., 2004; Meyer et al., 2011; Tekin et al., 2016) . Similarly, various technologies have been used to validate many of the signature genes as predictors of poor survival in carcinomas (Farmer et al., 2009; Cheon et al., 2014; Calon et al., 2015; Isella et al., 2015 ; The identification of upstream regulators was done using Ingenuity Pathway Analysis (www.qiagenbioinformatics.com/products/ingenuity-pathway-analysis/). Moffitt et al., 2015; Jia et al., 2016) . While the mechanism by which the DLBCL stromal-1 signature genes could contribute to good survival in DLBCL is still unclear, multiple mechanisms by which CAFs contribute to poor outcomes in carcinomas have been proposed, including the promotion of tumor growth, angiogenesis, invasion and metastasis, the provision of protective niches for cancer stem cells, and the obstruction of access of chemotherapies and immunotherapies (Jain, 2013; Kalluri, 2016) . Here, we will specifically focus on the possible direct or indirect roles of CAFs that could contribute to inverse survival outcomes in DLBCL and carcinomas. Cancer-associated fibroblasts share structural and molecular features with the reticular fiber networks of secondary lymphoid organs, which are known to guide and compartmentalize specific immune cell types and play key roles in mediating functional immune cell interactions Astarita et al., 2012; Cremasco et al., 2014; Chang and Turley, 2015; Fletcher et al., 2015; Turley et al., 2015) . However, in addition to being sites in which immune responses are initiated, secondary lymphoid organs are also sites that foster immune privilege that prevents autoimmunity by inducing tolerance and deleting autoreactive T cells, suppressing effector T cell proliferation, and supporting regulatory T cells (Fletcher et al., 2011 (Fletcher et al., , 2014 (Fletcher et al., , 2015 Brown and Turley, 2015) . Currently, lymph node fibroblasts are being explored for their therapeutic potential to circumvent unwanted inflammation in autoimmune diseases, sepsis, and graft rejection after organ transplantation (Fletcher et al., 2011 (Fletcher et al., , 2014 (Fletcher et al., , 2015 . Based on the molecular similarity between CAFs and lymph node fibroblasts, we propose that CAFs primarily play an immunosuppressive role in tumors using similar molecular mechanisms to those used by lymph node fibroblasts in regulating immune cell tolerance and homeostasis. In support of this hypothesis, CAF-derived factors have been shown to contribute to immune editing in vivo to avoid tumor detection and rejection by the host immune system (Stover et al., 2007; Kraman et al., 2010) . Specific to B cells, several in vitro models have shown the ability of different types of fibroblasts to modulate B cell differentiation, activation, and function. Adipose tissue-derived fibroblasts have been shown to suppress plasmablast formation and induce formation of regulatory B cells (Franquesa et al., 2015) while rheumatoid synovial fibroblasts have been shown to induce immunoglobulin (Ig) class-switch recombination and IgG/IgA production in IgD+ B cells (Bombardieri et al., 2011) . We envision that the immunoregulatory functions of CAFs may lead to improved survival in DLBCL and other B-cell lymphomas where malignant cells themselves are subject to functional alteration. In contrast, immunosuppression by CAFs in carcinomas may lead to an ineffective immune defense against malignant cells, which is associated with poor survival.
Cancer-associated fibroblasts are also capable of modifying the immune landscape by selective attraction, recruitment, retention, activation, and suppression of different immune cell types (Karin, 2010; Raz and Erez, 2013; Harper and Sainson, 2014) . Recent studies provide evidence that CAFs can directly contribute to immune cell fate and survival (Harper and Sainson, 2014) . In mouse models, CAFs have been shown to attract macrophages, neutrophils, and subsets of T cells that promote tumor progression (Silzle et al., 2003; Grum-Schwensen et al., 2010; Elkabets et al., 2011) . One possible underlying mechanism for the association of the DLBCL stromal-1 gene signature with good survival in patients with DLBCL is that fibroblasts and the associated ECM attract and trap malignant B cells thereby impeding their spread to new anatomical locations. We show a small but consistent inverse association of the DLBCL stromal-1 gene signature expression with DLBCL tumor stage (a measure of lymph node groups and extranodal sites to which malignant cells have metastasized) (Figure 3A) . The decrease in stromal gene signature expression in the later stages of DLBCL may indicate that the stroma plays a role in localizing the lymphoma cells to the lymph nodes during the earlier stages of the disease. In contrast, DLBCL stromal-1 gene signature expression is typically increased with increased tumor stage in epithelial carcinomas, such as ovarian cancer ( Figure 3B) . The increase in CAFs in the later stages of carcinomas may prevent immune cells from reaching the tumor parenchyma by trapping the immune cells in the stroma thereby preventing an anti-tumor response. A recent study of immune cell infiltration in metastatic urothelial carcinomas showed that patients whose tumors were classified as immuneexcluded (immune cells localized in the CAF-rich stroma) had increased disease progression and decreased response to immunotherapy (Mariathasan et al., 2018) . Therefore, we hypothesize that CAFs aid in retaining DLBCL in the lymph node, which is associated with better prognosis, whereas in carcinomas CAFs trap immune cells, which is associated with decreased anti-tumor immune activity and a worse prognosis.
One of the key modulators of the cancer microenvironment is the multifunctional cytokine, transforming growth factor β (TGFβ). TGFβ induces CAF activation and fibroblastto-myofibroblast transition with consequent linearization of collagen fibers and stiffening of the ECM. In turn, activated CAFs induce TGFβ signaling to perpetually maintain the activated state (Calon et al., 2014; Beach et al., 2016; Erdogan and Webb, 2017) . Consistent with the DLBCL stromal-1 signature representing CAFs, our Ingenuity Pathway Analysis (IPA) of the DLBCL gene signatures implicates TGFβ signaling as the main upstream regulator of the DLBCL stromal-1 gene signature ( Table 2) . In carcinomas, TGFβ has been shown to promote tumor progression by inhibiting immunosurveillance through multiple mechanisms (Flavell et al., 2010; Sheng et al., 2015) , including the recruitment of macrophages (Byrne et al., 2008) and limited efficacy of immunotherapy by excluding CD8 + T cells from the tumor parenchyma (Mariathasan et al., 2018; Tauriello et al., 2018) . It is likely that TGFβ also plays an immunosuppressive role in lymphomas. However, TGFβ is also a potent negative regulator of B-cell survival, proliferation, activation, and differentiation (Sanjabi et al., 2017) . Stroma-derived TGFβ has been shown to induce senescence and apoptosis in mouse models of B-cell lymphoma (Reimann et al., 2010; Stelling et al., 2018) . Thus, the DLBCL stromal-1 gene signature may be primarily associated with tumor-promoting immunosuppression in carcinomas, while the same immunosuppression may lead to the eradication of B cells, which represent the malignant component of B-cell lymphoma.
CONCLUSION
Past clinical trials have taught us that successful targeted therapies in one disease do not always yield the desired results in another disease despite the presence of the same target. One example is the poor response of B-cell-infiltrated carcinomas to rituximab, which has shown remarkable success in lymphomas and rheumatoid arthritis. The opposite survival outcomes associated with the presence of stromal cells in B-cell lymphomas and carcinomas should serve as a warning that targeting the tumor microenvironment may produce opposite effects in B-cell lymphomas and carcinomas. 
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